You can certainly extend these methods to seven or more sequences and the alignments are of high quality, but they take colossal amounts of initially for speech recognition. These were applied to multiple alignments in the early 1990s, but the quality of the alignments proved to be disap- 
Speech recognition and sequences
The number of possible gap placements in even small sequences is vast and processing requirements grow expotentially with the number of sequences. Handling genome data needs raw computing power and clear thought. This program now looks like it is the most accurate method yet. 
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Human ␤-globin
LGNVLVCVLAHHFGKEFTPPVQAAYQKVVAGVANALAHKYH------Horse ␤-globin
LGNVLVVVLARHFGKDFTPELQASYQKVVAGVANALAHKYH------
Initially, the goal is to rapidly generate a rough draft of the align- 
In this function, i and j are different amino acid types, P i is the background probability of i, P ij is the joint probability of i and j being 6 were groups and realigned. This is repeated 100 times.
All of these packages are available online and/or can be downloaded for local use. The
URLs are given in Table 1 .
